The purity of genomic DNA (gDNA) extracted from different clinical specimens optimizes sensitivity of polymerase chain reaction (PCR) assays. This study attempted to compare two different DNA extraction techniques namely salting-out and classic phenol-chloroform. 
INTRODUCTION
Genomic DNA is a key component for genomic research. After collection of clinical samples, isolation of gDNA is the first step to run molecular diagnostic assays (1) . Thus, it is essential to obtain highly pure gDNA from the sample populations using appropriate DNA isolation techniques. This optimizes the sensitivity of the PCR assays (2) . Although there are some techniques for extraction of gDNA, cost-effectiveness, time-efficiency and technical instruments are significant factors to consider when choosing a suitable DNA isolation method, especially when a large number of samples are available.
Generally, the most common DNA extraction methods
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DNA extraction procedures depend on the total volume of clinical samples. However, proteinase K and RNase remove protein groups such as lipids and degrade RNA, respectively (4).
The classic DNA isolation procedure is phenolchloroform described by Barker in 1998 (5) . In this technique, the tissues must be first lysed with a specific solution like SDS. Buffers are mixed with EDTA as a chelating substance. In the next step, phenol and chloroform/isoamyl alcohol denature proteins. The spin down yields an upper aqueous layer containing DNA and an organic layer containing the precipitated proteins. To remove the precipitated proteins, extraction must be continued. High concentration of salt is used, and next, two washes of ethanol precipitate DNA. Then, the sample is re-suspended in a suitable reagent containing EDTA (6) .
Although pure gDNA is obtained by this technique, toxicity of phenol and labor-intensity should be carefully considered. Moreover, the presence of phenol minimizes the quantitation of DNA detected by UV absorbance since phenol shows high extinction coefficient at 260 nm. Saltingout is another simple DNA isolation method. In this procedure, cells or tissues are first lysed and treated with proteinase K and RNase. The use of saturated NaCl results in protein precipitations. Next, the samples are centrifuged under distinct conditions and the DNA is purified from the supernatant via washing with ethanol detergent. In this approach, a pure DNA is obtained and non-toxic substances are used during sample processing. Also, it is important to bear in mind that this technique is fast and inexpensive for use in laboratory settings (6) .
Although these two methods were introduced many years ago, this study attempts to compare the efficacy of two different standard DNA extraction protocols namely classic phenol-chloroform and non-toxic salting-out. On the other hand, due to the affordability of these two methods, clinical laboratories in countries with limited resources can use them for DNA extraction. Since saltingout is a non-toxic DNA extraction technique, this study aims to compare it with phenol-chloroform procedure in order to compare the rate of PCR inhibitor and quality of gDNA extracted between the two techniques.
MATERIALS AND METHODS

Study subjects
The current study used 634 clinical samples available for bacillus detection by nucleic acid amplification assays (PCR). All the specimens were obtained from inpatients, and phenol-chloroform, using chi-square test was reported and p-value less than 0.01 was considered significant.
RESULTS
DNA extraction and PCR yields
Salting-out and phenol-chloroform were routinely used for isolation of genomic DNA (gDNA) from each patient's sample. Genomic DNA qualification was performed using PCR amplification of human genomes β-actin and β-globin (Figures 1 and 2 (Table 1) . Also, no association was seen (P=0.04) in which total samples were grouped. Hence, in total, both DNA extraction protocols can have the same efficacy for isolation of gDNA from samples. 
